Since the 1970s the information obtained bv DNA-DNA pairing has been used extensively to delimit baiterial species (4, 5). DNA-DNA pairing data reveal discontinuities; groups of closely related strains-referred to as genomic groups or genomic species-seem to be separated from distantly related strains by gaps, most often in the region of 50 to 70% reassociation and a 5 to 7°C difference in thermal stability between homologous and heterologous duplexes. Usually only a few intermediate strains are found. However, apart from the reasonable assumption that the genomic groups are monophyletic, they are purely empirical and they have for the time being little heuristic value.
Many genomic groups correspond to previously existing nomenspecies that were delimited by phenotypic criteria, and many new species have been created successfully with the genomic group as a criterion. Problems arise in the cases in which phenotypic groups of bacteria contain two or more genomic groups.
An obvious practical drawback of the genomic group as a criterion of a bacterial nomenspecies is of course that routine identification of bacteria at present relies on phenotypic data. Descriptions of new species are often based on too few strains to provide a reliable description of the intraspecies variability (3). Moreover, the identification of a strain to a genomic group will be doubtful if an insufficient number of differential phenotypic characteristics separate it from other genomic groups. Correct identification is important for the bacteriologist in the field but also for the systematist because new strains add information about the species. A sufficient number of differentiating characteristics would mean a clear-cut difference from every other species on the basis of at least two properties (1).
Probably most bacteriologists agree that nomenspecies that cannot be safely identified phenotypically should not be cre-* Corresponding author, ated; on the other hand, it would be an advantage if as many genomic groups as possible have a place in the bacterial classification in which the nomenspecies is the fundamental unit. Therefore, it seems best to allow a nomenspecies to contain more than one genomic group, each of which could be referred to as a genomovar, analogous to other subdivisions of the nomenspecies. The term was proposed for genomic groups of Pseudomonas stutzeri by Rossellb et al. (2) .
Although the designations of infrasubspecific categories have no standing in the Code of Nomenclature of Bacteria, the term genomovar would be useful because it indicates that a genomic group for the time being is a part of a certain nomenspecies and has to be considered in taxonomic work. When phenotypically delimited, it may be turned into a nomenspecies. As was suggested by Rossellb et al. (2) , the genomovars of a species should be numbered; the first genomovar should be the DNA group containing the type strain of the species. Each following genomovar should have a reference strain, which should be available in a culture collection.
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